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Fig. 1 Transcriptional activation from one and three
regulatory sites respectively' 2
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Fig. 2 Transcriptional activation of eukaryotic class 11 gene' ¥
B2 H#zlEEEMERIEERY
Wom R O SRR L A A g L IRSEAE DA SL AR
ML TATA £ LT ek BLas. 2/ RNA SRR 1
— e 5617 ( general transeription factors) F1 /4%
(mediator) 41, 7kFREEEMEH (recruitment) .

2 BERHEhEMERI=FE LG

2.1 HEERZEMEEER

Ouchi 28 % B TFN-v 3L K # 55 f, BRCAI1
FUSTAT 10 S E W [ PR b 45 5 25 B I PR 547 23
MRk FE, ¥ 2 T BRCA1 [ 502~ 802 10 4 Jit i@ Fi
STAT L (1) C iy ¥ sf ok ko 1) (AR AR L. 59 4h
MIsEge s, STATS 8 50 BT R 52 k2 0] 1)
AHEAERL, W& EAT P R M 0T B- casein ik X 4%
SR JE AT

Lehman 250"V )\ 0 S0 8 (A 45 6 PR 08 . #%
SEHLAREE A A BT LA SOGB4 B e L e ik
PR nT ABR B b e bk R 11 F el e, 1 B R RE )
WA FI T 5 ML A8 TR ORI . MR AN 5 3

Prog. Biochem. Biophys. « 511 -

i, HHRABGEEAMENML, Z8EEEA 20N
(RAH AR F = A2 7 A A REPRAR, AN R
e ) i1 R 28R K T R A B A
Z 0.
2.2 MEEBSZ/)DNAUSHHEMES

JFAZ AR & ) BHLIE & A By ) 2 M 45 S Ol .
Or2 . O3 =AML AL, M I 2 cro Fk K] 1) 3%
S A B E O AT, FORAR R R X R
BUBIRIREAELE. Vashee 25121 5iF B 30 2 1 2 1) %
A7RE S PR A BLAE RN, tm] AP [ b 45 &5 DNA,
IXATRAEAER ) DNA 5 0E S A 45 G022k 1 # /b
TREEHIMRAR, ML DNA RS R T AR T 3
s R 45 A A4, Olivier 2511 B0 3k 8
RBE E2 POE (1 5 A i 45 A I Y (o T 25 4
PR AR T S AR A
2.3 HEEHSHFENEBHMEMES

Carey 2511 )2 B ZEBRA 55 £ 4~ DNA 47 2045 &
BATRIME, (RS g AR LRI I A%, X
PO DR VB AT S = 2B WL, SO R A Sk
AP Y E AR HI AT 8 5 400 7 P IR 45 45 i 20 2
P, BN R S A SRR S A R AR
k% Ak, RT3 AR AN S,
Chi 260 % B S 4K RN N ZEBRA J5 TF 11 A-
TFID-TATA ZH5W5 DNA 04540k 4 T
B, XTUR TSR GER A T4
k. Wang S50 F WX PG LR, fE EBV 1h4b
AR PR LA ZEBRA 5H L3845 5 %A
IR, 003 PRI s il 2 AS B AT P () PR R ALE

S B i 0 A 3K — PO AT i () B A A O LA
PR, Bl C 245475 DNA {78 Ess—
AT AT L S 5 T ANOE R A R AR R
AMEAEH, Mk ESE#F5 DNA o 5Pl 88 1 45
. MR R 2 AN 80E 5 A P R P L 45 5 DNA
sl SRLAS. SR B IR 2808 N SR T AT B )AL o 1)
am.

3 hREMERAERR

DL FTR =R LR & T 45 A 2 AN AL
ARG R A 2z ) H R B A HAE (B
3). DRI AN R K= o 2" (K
JPERVERL AG NEEEG HBRE, R T 705l
PSR Mgt fg) K 5 a6 MRECK
AT AL RUE, HIX LR N
A AL pa S Bl e vkt (B D), i



+ 512 -

AAAAEZ DAL BB~ A R B S TE 10 #e %
th£k.

SRR 5 7 9 2 it 2 2 W B (R 1 A AR
Gerp ol AR rl, WARAE R G A T MK
SO (e ME e (B n /e v iR o 3 BT L AN AH 17 119
HRL) , SOV S ZePEIE INAg. A X Lo
Z AR (6 —A> s ar DO 1 0w e
BH—ATCHFRAT Ry, A Bl 2k ih 2k 3 4F
2RV 20 th. DR 2 AN R 1 2 ) L )
B AH ELAE AT £ A2 B IR] S 0 Aot

Fig. 3 Transcriptional synergy is caused by dircet or indirect
interactions among activators bound to multiple regulatroy sites

upstream of a gene
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Abstract

Sigmoid curve and nom additive activation by multiple regulatory sites are two typical manifestations

of transcriptional synergy in eukaryotes. There are three possible mechanisms for synergistic regulation:

interaction between activators, cooperative binding of activators to DNA upstream sites and cooperative

interaction of sitebound activators with GTM ( general transcriptional machinery) components. All these

mechanisms involve direct or indirect interactions among multiple activators that bind to upstream regulatory

sites. The prebound activators can facilitate the binding of free ones through these interactions and this

underlines the basis of synergistic activation.
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